SEQUENCE LISTING 



SEQ ID NO: 1: 

GGCTCCTCATCTGGAACACCTCGGGTCACCCCCGACAACGGTGGTGGGAGGGAGAGCGGC 60 

CTCCTCCTCCCTGGTGGGGCCTGTCTGGGTGAAGCCCCTCTGTTCCCGAGGATCGTCCCA 120 

ACCCCCAGCCGGGTGCTCCGAGCCATGGCCGACACCATCTTCGGCAGCGGGAATGATCAG 180 

TGGGTTTGCCCCAATGACCGGCAGCTTGCCCTTCGAGCCAAGCTGCAGACGGGCTGGTCC 2 4 0 

G T G C AC AC C T AC C AG AC G G AG AAG C AG AG GAG G AAG C AG C AC CTCAGCCCGGCG GAG G T G 300 

GAGGCCATCCTGCAGGT CAT C C AG AG G G C AG AG C G G C T C G AC G T C C T GG AGC AG C AG AG A 360 

ATCGGGCGGCTGGTGGAGCGGCTGGAGACCATGAGGCGGAATGTGATGGGGAACGGCCTG 42 0 

TCCCAGTGTCTGCTCTGCGGGGAGGTGCTGGGCTTCCTGGGCAGCTCGTCGGTGTTCTGC 4 8 0 

AAAGACTGCAGGAAGGTCTGGAAGAGGTCGGGGGCCTGGTTCTACAAAGGGCTCCCCAAG 54 0 

TATATCTTGCCCCTGAAGACCCCTGGCCGAGCTGATGAGCCCCAGTTCCGACCTTGGCCC 600 

ACGGAACCGGCAGAGCGAGAGCCCAGAAGCTCTGAGACCAGCCGCATCTACACGTGGGCC 660 

CGAGGAAGAGTGGTTTCCAGTGACAGTGACAGTGACTCGGATCTTAGCTCCTCCAGCCTA 720 

G AG G AC AG AC T C C CAT C C AC T G G G G T C AG G G AC C G G AAAG G C G AC AAAC C C T GG AAGG AG 780 

TCAGGTGGCAGCGTGGAGGCCCCCAGGATGGGGTTCACCCAACCCGCGGGCCACCTCTTT 84 0 

GGGTTGCAGAGCAGCCTGGCCAGTGGTGAGACGGGCACAGGCTCTGCTGACCCGCCAGGG 900 

GGAGGGACAGGCTCTGCTGACCCGCCAGGGGGACCCCGCCCCGGGCTGACCCGAAGGGCC 960 

CCGGTAAAAGACACACCTGGACGAGCCCCCGCTGCTGACGCAGCTCCAGCAGGCCCCTCC 102 0 

AGCTGCCTGGGCTGAGGTGTCTGGTGCCTGGAACAGACTTCCCTGTGGAGGATTCCTGCC 1080 

AGACCCTGCCCGGCTCCTCCCTGACCGGTCCTTGTGCCCTCACCAGACACCCTGTTGGCC 114 0 

ATGACTCAACAAACCAGTGTTGGGAGCCGTCTGCCTCCCCAGCTCAGTGCCTTTCTGCAC 1200 

CCCTTCTCTCCTGGGGAGCTGTCTGCATCCGCCACCCCCTCCAACCACTGCCCTCAGCCC 12 60 

CCGACCTTATTTATTACCCTCCCCTCCCACACCCCCAATCTACCTGGTGATGATTTTAAG 1320 

TTTGCGCGTGTCTTGGGTTGGGCTGGGGGGTTTCCCACATGCAGTGTCAGAGGGGCCGCC 1380 

CGGTGGGGCTATCTCCGTTGCTATATTAATGGCAAGACTAAATGAAACCTAGGGCACGGC 14 4 0 

CTCCGAAGCTGCGTGTGGCCCCTTAGAGGTGAGCATCAGAGCCAGAGCAGTGAGGGGGAG 1500 

ACTCACCCACCCTCTCCCTCTCCCTTCAGCTCTGGGAGGCAGGCGCAGTGCCCCCCTCCC 1560 

ATGGGCTGGCCCAGGACCGCGGGTGAAACCTGGGTCTGTTTAGTTTCTTTGGTTTTTGTA 1620 

TGTTTGTTTGTTTTTGACACAGTCTCGCTTTGTTGCCCAGGCTGGGGTGCAGTGGCACGA 168 0 

TCGCGGCTCACTGCAACCTCCACCTCCCGGGCTCAAGCGATTCTCTCACCTCAGCCTCCT 17 4 0 

GAGTAGGTGGGATTACAGATGCCCGCCACCACACCCAGTTAATTTTTGTATTTTTAGAAG 1800 

AGATGGGGTTTCTCCATGTTGGCCAGGCTGGTCTTGAACTCCTGGTCTCAAGTGATCCGC 18 60 

CCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGTGTGAGCCACCGCACCCAATCCTATT 1920 

AGGTTTCTTTGAATCCCCTCATGGCCTGCCTGGTTTTTGCTCAGCCTGTCTTCAGCTTGA 198 0 
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GGAGCTGGGAAGCTCTGGTGGATGCTATGAACTCACTTGCTGAAGAGCAGCGTTCAGGTG 204 0 

CATCCCCAGCCAGGGCACGTGGCTCCCTCAGCCATGAATTCACTTCTCTTCAGGAGGTTT 2100 

GGCTTGGCATGAAAATACTTCATTCAGAGTATGGGCAAATGCTTCTGGAAAACCCTTCCC 2160 

TGAAGAGAGAGAACGTGTGTGTGTGTGTCGGTGATCACACCCTCCCATCCTTCCTGCCTC 2220 

CTGCCCCAAACCCCGGGTTCCTGGGTCTGGAAGGGCCTTCTCTCCAAGCTGGGAGCTCCT 2280 

GGGCCCCCACCATTCACTTTTTGTCCTTGCTGCTGGCAAACAGTAAAGAAACTCACTTTC 234 0 

C C T G T G G C AC GTTATGCTT C AG AAT T AAAAC AA T G AAG AT T AAAA 2385 

SEQ ID NO: 2 : 

MetAlaAspThrllePheGlySerGlyAsnAspGlnTrpValCysProAsnAspArgGln 20 

LeuAlaLeuArgAlaLysLeuGlnThrGlyTrpSerValHisThrTyrGlnThrGluLys 4 0 

GlnArgArgLysGlnHisLeuSerProAlaGluValGluAlalleLeuGlnVallleGln 60 

ArgAlaGluArgLeuAspValLeuGluGlnGlnArglleGlyArgLeuValGluArgLeu 8 0 

GluThrMetArgArgAsnValMetGlyAsnGlyLeuSerGlnCysLeuLeuCysGlyGlu 100 

ValLeuGlyPheLeuGlySerSerSerValPheCysLysAspCysArgLysValTrpLys 120 

ArgSerGlyAlaTrpPheTyrLysGlyLeuProLysTyrlleLeuProLeuLysThrPro 14 0 

GlyArgAlaAspGluProGlnPheArgProTrpProThrGluProAlaGluArgGluPro 160 

ArgSerSerGluThrSerArglleTyrThrTrpAlaArgGlyArgValValSerSerAsp 180 

SerAspSerAspSerAspLeuSerSerSerSerLeuGluAspArgLeuProSerThrGly 2 00 

ValArgAspArgLysGlyAspLysProTrpLysGluSerGlyGlySerValGluAlaPro 220 

ArgMetGlyPheThrGlnProAlaGlyHisLeuPheGlyLeuGlnSerSerLeuAlaSer 24 0 

GlyGluThrGlyThrGlySerAlaAspProProGlyGlyGlyThrGlySerAlaAspPro 2 60 

ProGlyGlyProArgProGlyLeuThrArgArgAlaProValLysAspThrProGlyArg 2 80 

AlaProAlaAlaAspAlaAlaProAlaGlyProSerSerCysLeuGly 2 96 

SEQ ID NO: 3: 

GGCTCCTCATCTGGAACACCTCGGGTCACCCCCGACAACGGTGGTGGGAGGGAGAGCGGC 60 

CTCCTCCTCCCTGGTGGGGCCTGTCTGGGTGAAGCCCCTCTGTTCCCGAGGATCGTCCCA 120 

ACCCCCAGCCGGGTGCTCCGAGCCATGGCCGACACCATCTTCGGCAGCGGGAATGATCAG 180 

TGGGTTTGCCCCAATGACCGGCAGCTTGCCCTTCGAGCCAAGCTGCAGACGGGCTGGTCC 2 4 0 

G T G C AC AC C T AC C AG AC G GAG AAG C AG AGG AG G AAG C AG C AC CTCAGCCCGGCG GAG G T G 300 

GAGGCCATCCTGCAGGTCATCCAGAGGGCAGAGCGGCTCGACGTCCTGGAGCAGCAGAGA 360 

ATCGGGCGGCTGGTGGAGCGGCTGGAGACCATGAGGCGGAATGTGATGGGGAACGGCCTG 4 20 

TCCCAGTGTCTGCTCTGCGGGGAGGTGCTGGGCTTCCTGGGCAGCTCGTCGGTGTTCTGC 4 8 0 
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AAAG AC T GC AG G AAG AAAGT C T GC AC C AAAT G T GGG AT CG AGG C CTCCCCTGGC C AG AAG 54 0 

CGGCCCCTGTGGCTGTGTAAGATCTGCAGTGAGCAAAGAGAGGTCTGGAAGAGGTCGGGG 600 

GCCTGGTTCTACAAAGGGCTCCCCAAGTATATCTTGCCCCTGAAGACCCCTGGCCGAGCT 660 

GATGACCCCCACTTCCGACCTTTGCCCACGGAACCGGCAGAGCGAGAGCCCAGAAGCTCT 720 

G AG ACC AG C C G CAT C T AC AC GTGGGCCCGAG G AAG AG T G G T T T C C AG T G AC AG T G AC AG T 7 8 0 

GACTCGGATCTTAGCTCCTCCAGCCTAGAGGACAGACTCCCATCCACTGGGGTCAGGGAC 8 4 0 

CGGAAAGGCGACAAACCCTGGAAGGAGTCAGGTGGCAGCGTGGAGGCCCCCAGGATGGGG 900 

TTCACCCAACCCGCGGGCCACCTCTTTGGGTTGCAGAGCAGCCTGGCCAGTGGTGAGACG 960 

GGCACAGGCTCTGCTGACCCGCCAGGGGGAGGGACAGGCTCTGCTGACCCGCCAGGGGGA 1020 

CCCCGCCCCGGGCTGACCCGAAGGGCCCCGGTAAAAGACACACCTGGACGAGCCCCCGCT 108 0 

GCTGACGCAGCTCCAGCAGGCCCCTCCAGCTGCCTGGGCTGAGGTGTCTGGTGCCTGGAA 114 0 

CAGACTTCCCTGTGGAGGATTCCTGCCAGACCCTGCCCGGCTCCTCCCTGACCGGTCCTT 1200 

GTGCCCTCACCAGACACCCTGTTGGCCATGACTCAACAAACCAGTGTTGGGAGCCGTCTG 12 60 

CCTCCCCAGCTCAGTGCCTTTCTGCACCCCTTCTCTCCTGGGGAGCTGTCTGCATCCGCC 1320 

ACCCCCTCCAACCACTGCCCTCAGCCCCCGACCTTATTTATTACCCTCCCCTCCCACACC 138 0 

CCCAATCTACCTGGTGATGATTTTAAGTTTGCGCGTGTCTTGGGTTGGGCTGGGGGGTTT 14 4 0 

CCCACATGCAGTGTCAGAGGGGCCGCCCGGTGGGGCTATCTCCGTTGCTATATTAATGGC 1500 

AAGACTAAATGAAACCTAGGGCACGGCCTCCGAAGCTGCGTGTGGCCCCTTAGAGGTGAG 1560 

CATCAGAGCCAGAGCAGTGAGGGGGAGACTCACCCACCCTCTCCCTCTCCCTTCAGCTCT 1620 

GGGAGGCAGGCGCAGTGCCCCCCTCCCATGGGCTGGCCCAGGACCGCGGGTGAAACCTGG 1680 

GTCTGTTTAGTTTCTTTGGTTTTTGTATGTTTGTTTGTTTTTGACACAGTCTCGCTTTGT 1740 

TGCCCAGGCTGGGGTGCAGTGGCACGATCGCGGCTCACTGCAACCTCCACCTCCCGGGCT 1800 

CAAGCGATTCTCTCACCTCAGCCTCCTGAGTAGGTGGGATTACAGATGCCCGCCACCACA 18 60 

CCCAGTTAATTTTTGTATTTTTAGAAGAGATGGGGTTTCTCCATGTTGGCCAGGCTGGTC 1 92 0 

TTGAACTCCTGGTCTCAAGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAG 1980 

GTGTGAGCCACCGCACCCAATCCTATTAGGTTTCTTTGAATCCCCTCATGGCCTGCCTGG 2 04 0 

TTTTTGCTCAGCCTGTCTTCAGCTTGAGGAGCTGGGAAGCTCTGGTGGATGCTATGAACT 2100 

CACTTGCTGAAGAGCAGCGTTCAGGTGCATCCCCAGCCAGGGCACGTGGCTCCCTCAGCC 2160 

ATGAATTCACTTCTCTTCAGGAGGTTTGGCTTGGCATGAAAATACTTCATTCAGAGTATG 2220 

GGCAAATGCTTCTGGAAAACCCTTCCCTGAAGAGAGAGAACGTGTGTGTGTGTGTCGGTG 2280 

ATCACACCCTCCCATCCTTCCTGCCTCCTGCCCCAAACCCCGGGTTCCTGGGTCTGGAAG 234 0 

GGCCTTCTCTCCAAGCTGGGAGCTCCTGGGCCCCCACCATTCACTTTTTGTCCTTGCTGC 2 400 

TGGCAAACAGTAAAGAAACTCACTTTCCCTGTGGCACGTTATGCTTCAGAATTAAAACAA 24 60 

T GAAG AT T AAAA 24 72 
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MetAlaAspThrllePheGlySerGlyAsnAspGlnTrpValCysProAsnAspArgGln 2 0 

LeuAlaLeuArgAlaLysLeuGlnThrGlyTrpSerValHisThrTyrGlnThrGluLys 4 0 

GlnArgArgLysGlnHisLeuSerProAlaGluValGluAlalleLeuGlnVallleGln 60 

ArgAlaGluArgLeuAspValLeuGluGlnGlnArglleGlyArgLeuValGluArgLeu 8 0 

GluThrMetArgArgAsnValMetGlyAsnGlyLeuSerGlnCysLeuLeuCysGlyGlu 100 

ValLeuGlyPheLeuGlySerSerSerValPheCysLysAspCysArgLysLysValCys 120 

ThrLysCysGlylleGluAlaSerProGlyGlnLysArgProLeuTrpLeuCysLysIle 14 0 

CysSerGluGlnArgGluValTrpLysArgSerGlyAlaTrpPheTyrLysGlyLeuPro 160 

LysTyrlleLeuProLeuLysThrProGlyArgAlaAspAspProHisPheArgProLeu 18 0 

ProThrGluProAlaGluArgGluProArgSerSerGluThrSerArglleTyrThrTrp 200 

AlaArgGlyArgValValSerSerAspSerAspSerAspSerAspLeuSerSerSerSer 220 

LeuGluAspArgLeuProSerThrGlyValArgAspArgLysGlyAspLysProTrpLys 24 0 

GluSerGlyGlySerValGluAlaProArgMetGlyPheThrGlnProAlaGlyHisLeu 260 

PheGlyLeuGlnSerSerLeuAlaSerGlyGluThrGlyThrGlySerAlaAspProPro 280 

GlyGlyGlyThrGlySerAlaAspProProGlyGlyProArgProGlyLeuThrArgArg 300 

AlaProValLysAspThrProGlyArgAlaProAlaAlaAspAlaAlaProAlaGlyPro 320 

SerSerCysLeuGly ^25 

SEQ ID NO: 5: 

GGCTCCTCATCTGGAACACCTCGGGTCACCCCCGACAACGGTGGTGGGAGGGAGAGCGGC 60 

CTCCTCCTCCCTGGTGGGGCCTGTCTGGGTGAAGCCCCTCTGTTCCCGAGGATCGTCCCA 120 

ACCCCCAGCCGGGTGCTCCGAGCCATGGCCGACACCATCTTCGGCAGCGGGAATGATCAG 18 0 

TGGGTTTGCCCCAATGACCGGCAGCTTGCCCTTCGAGCCAAGCACTGACTGCACAGCAGT 24 0 

GAACAGGACCAACACAGTCCCTGGTCTTAAAGCACAGGTGGGCAGAGGCTGCAGACGGGC 300 

TGGTCGGT GC AC AC C T AC C AG AC G G AG AAGC AG AG G AGG AAG C AGC AC C T C AGC C C G GC G 360 

GAGGTGGAGGCCATCCTGCAGGTCATCCAGAGGGCAGAGCGGCTCGACGTCCTGGAGCAG 4 20 

CAGAGAATCGGGCGGCTGGTGGAGCGGCTGGAGACCATGAGGCGGAATGTGATGGGGAAC 4 80 

GGCCTGTCCCAGTGTCTGCTCTGCGGGGAGGTGCTGGGCTTCCTGGGCAGCTCGTCGGTG 54 0 

TTCTGCAAAGACTGCAGGAAGAAAGTCTGCACCAAATGTGGGATCGAGGCCTCCCCTGGC 600 

CAGAAGCGGCCCCTGTGGCTGTGTAAGATCTGCAGTGAGCAAAGAGAGGTCTGGAAGAGG 660 

TCGGGGGCCTGGTTCTACAAAGGGCTCCCCAAGTATATCTTGCCCCTGAAGACCCCTGGC 72 0 

C G AG C T GAT G AC CCCCACTTCC G AC CTTTGCCCACG G AAC C G G C AG AG C GAG AG C C C AG A 7 80 

AGCTCTGAGACCAGCCGCATCTACACGTGGGCCCGAGGAAGAGTGGTTTCCAGTGACAGT 8 4 0 

G AC AG T G AC T C G GAT C T TAG C T C C T C C AG C C TAG AGG AC AG AC T C C CAT C C AC T G G G G T C 900 
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AGGGACCGGAAAGGCGACAAACCCTGGAAGGAGTCAGGTGGCAGCGTGGAGGCCCCCAGG 960 

ATGGGGTTCACCCAACCCGCGGGCCACCTCTTTGGGTTGCAGAGCAGCCTGGCCAGTGGT 1020 

GAGACGGGCACAGGCTCTGCTGACCCGCCAGGGGGAGGGACAGGCTCTGCTGACCCGCCA 1080 

GGGGGACCCCGCCCCGGGCTGACCCGAAGGGCCCCGGTAAAAGACACACCTGGACGAGCC 114 0 

CCCGCTGCTGACGCAGCTCCAGCAGGCCCCTCCAGCTGCCTGGGCTGAGGTGTCTGGTGC 1200 

CTGGAACAGACTTCCCTGTGGAGGATTCCTGCCAGACCCTGCCCGGCTCCTCCCTGACCG 1260 

GTCCTTGTGCCCTCACCAGACACCCTGTTGGCCATGACTCAACAAACCAGTGTTGGGAGC 1320 

CGTCTGCCTCCCCAGCTCAGTGCCTTTCTGCACCCCTTCTCTCCTGGGGAGCTGTCTGCA 1380 

TCCGCCACCCCCTCCAACCACTGCCCTCAGCCCCCGACCTTATTTATTACCCTCCCCTCC 14 4 0 

CACACCCCCAATCTACCTGGTGATGATTTTAAGTTTGCGCGTGTCTTGGGTTGGGCTGGG 1500 

GGGTTTCCCACATGCAGTGTCAGAGGGGCCGCCCGGTGGGGCTATCTCCGTTGCTATATT 1560 

AATGGCAAGACTAAATGAAACCTAGGGCACGGCCTCCGAAGCTGCGTGTGGCCCCTTAGA 1620 

GGTGAGCATCAGAGCCAGAGCAGTGAGGGGGAGACTCACCCACCCTCTCCCTCTCCCTTC 1680 

AGCTCTGGGAGGCAGGCGCAGTGCCCCCCTCCCATGGGCTGGCCCAGGACCGCGGGTGAA 17 4 0 

ACCTGGGTCTGTTTAGT.TTCTTTGGTTTTTGTATGTTTGTTTGTTTTTGACACAGTCTCG 1800 

CTTTGTTGCCCAGGCTGGGGTGCAGTGGCACGATCGCGGCTCACTGCAACCTCCACCTCC 1860 

CGGGCTCAAGCGATTCTCTCACCTCAGCCTCCTGAGTAGGTGGGATTACAGATGCCCGCC 192 0 

ACCACACCCAGTTAATTTTTGTATTTTTAGAAGAGATGGGGTTTCTCCATGTTGGCCAGG 198 0 

CTGGTCTTGAACTCCTGGTCTCAAGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGA 2040 

TTACAGGTGTGAGCCACCGCACCCAATCCTATTAGGTTTCTTTGAATCCCCTCATGGCCT 2100 

GCCTGGTTTTTGCTCAGCCTGTCTTCAGCTTGAGGAGCTGGGAAGCTCTGGTGGATGCTA 2160 

TGAACTCACTTGCTGAAGAGCAGCGTTCAGGTGCATCCCCAGCCAGGGCACGTGGCTCCC 2220 

TCAGCCATGAATTCACTTCTCTTCAGGAGGTTTGGCTTGGCATGAAAATACTTCATTCAG 2280 

AGTATGGGCAAATGCTTCTGGAAAACCCTTCCCTGAAGAGAGAGAACGTGTGTGTGTGTG 234 0 

TCGGTGATCACACCCTCCCATCCTTCCTGCCTCCTGCCCCAAACCCCGGGTTCCTGGGTC 2400 

TGGAAGGGCCTTCTCTCCAAGCTGGGAGCTCCTGGGCCCCCACCATTCACTTTTTGTCCT 24 60 

TGCTGCTGGCAAACAGTAAAGAAACTCACTTTCCCTGTGGCACGTTATGCTTCAGAATTA 2520 
AAACAATGAAGATTAAAA 

SEQ ID NO: 6: 

MetArgArgAsnValMetGlyAsnGlyLeuSerGlnCysLeuLeuCysGlyGluValLeu 
GlyPheLeuGlySerSerSerValPheCysLysAspCysArgLysLysValCysThrLys 
CysGlylleGluAlaSerProGlyGlnLysArgProLeuTrpLeuCysLysIleCysSer 
GluGlnArgGluValTrpLysArgSerGlyAlaTrpPheTyrLysGlyLeuProLysTyr 
IleLeuProLeuLysThrProGlyArgAlaAspAspProHisPheArgProLeuProThr 
GluProAlaGluArgGluProArgSerSerGluThrSerArglleTyrThrTrpAlaArg 
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GlyArgValValSerSerAspSerAspSerAspSerAspLeuSerSerSerSerLeuGlu 14 0 

AspArgLeuProSerThrGlyValArgAspArgLysGlyAspLysProTrpLysGluSer 160 

GlyGlySerValGluAlaProArgMetGlyPheThrGlnProAlaGlyHisLeuPheGly 180 

LeuGlnSerSerLeuAlaSerGlyGluThrGlyThrGlySerAlaAspProProGlyGly 200 

GlyThrGlySerAlaAspProProGlyGlyProArgProGlyLeuThrArgArgAlaPro 220 

ValLysAspThrProGlyArgAlaProAlaAlaAspAlaAlaProAlaGlyProSerSer 24 0 

CysLeuGly 243 

SEQ ID NO: 7: 

GGCTCCTCATCTGGAACACCTCGGGTCACCCCCGACAACGGTGGTGGGAGGGAGAGCGGC 60 

CTCCTCCTCCCTGGTGGGGCCTGTCTGGGTGAAGCCCCTCTGTTCCCGAGGATCGTCCCA 120 

ACCCCCAGCCGGGTGCTCCGAGCCATGGCCGACACCATCTTCGGCAGCGGGAATGATCAG 18 0 

TGGGTTTGCCCCAATGACCGGCAGCTTGCCCTTCGAGCCAAGCTGCAGACGGGCTGGTCC 24 0 

GTGCACACCTACCAGACGGAGAAGCAGAGGAGGAAGCAGCACCTCAGCCCGGCGGAGGTG 300 

GAG GCCATCCTG C AG G T C AT C C AG AG G G C AG AG C G G C T C G AC G T C C T GG AG C AG C AG AG A 360 

ATCGGGCGGCTGGTGGAGCGGCTGGAGACCATGAGGCGGAATGTGATGGGGAACGGCCTG 420 

TCCCAGTGTCTGCTCTGCGGGGAGGTGCTGGGCTTCCTGGGCAGCTCGTCGGTGTTCTGC 4 8 0 

AAAGACTGCAGGAAGAAAGTCTGCACCAAATGTGGGATCGAGGCCTCCCCTGGCCAGAAG 5 4 0 

CGGCCCCTGTGGCTGTGTAAGATCTGCAGTGAGCAAAGAGAGGTCTGGAAGAGGTCGGGG 600 

GCCTGGTTCTACAAAGGGCTCCCCAAGTATATCTTGCCCCTGAAGACCCCTGGCCGAGCT 660 

GATGACCCCCACTTCCGACCTTTGCCCACGGAACCGGCAGAGCGAGAGCCCAGAAGCTCT 7 2 0 

GAGACCAGCCGCATCTACACGTGGGCCCGAGGAAGAGTCGTAGGAAGAAAGTGCTGATCC 7 80 

AC G C T GC AG C C T G G AT GAG T C C T T G AAAAC AC CAT G CG AAG T GG AAG AAG C C G GAG AC G A 8 4 0 

AAGGCCGCGTGTTGTGTGATCTCATCTATATGAGCAGTGGTTTCCAGTGACAGTGACAGT 900 
G AC TCGGATCTTAGCTCCTC C AG C C T AG AG G AC AG AC T C C CAT CCACTGGGGT C AG G G AC 960 

CGGAAAGGCGACAAACCCTGGAAGGAGTCAGGTGGCAGCGTGGAGGCCCCCAGGATGGGG 1020 

TTCACCCAACCCGCGGGCCACCTCTTTGGGTTGCAGAGCAGCCTGGCCAGTGGTGAGACG 1080 

GGCACAGGCTCTGCTGACCCGCCAGGGGGAGGGACAGGCTCTGCTGACCCGCCAGGGGGA 114 0 

CCCCGCCCCGGGCTGACCCGAAGGGCCCCGGTAAAAGACACACCTGGACGAGCCCCCGCT 1200 

GCTGACGCAGCTCCAGCAGGCCCCTCCAGCTGCCTGGGCTGAGGTGTCTGGTGCCTGGAA 1260 

CAGACTTCCCTGTGGAGGATTCCTGCCAGACCCTGCCCGGCTCCTCCCTGACCGGTCCTT 1320 

GTGCCCTCACCAGACACCCTGTTGGCCATGACTCAACAAACCAGTGTTGGGAGCCGTCTG 1380 

CCTCCCCAGCTCAGTGCCTTTCTGCACCCCTTCTCTCCTGGGGAGCTGTCTGCATCCGCC 14 4 0 

ACCCCCTCCAACCACTGCCCTCAGCCCCCGACCTTATTTATTACCCTCCCCTCCCACACC 1500 

CCCAATCTACCTGGTGATGATTTTAAGTTTGCGCGTGTCTTGGGTTGGGCTGGGGGGTTT 1560 

CCCACATGCAGTGTCAGAGGGGCCGCCCGGTGGGGCTATCTCCGTTGCTATATTAATGGC 1620 
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AAGACTAAATGAAACCTAGGGCACGGCCTCCGAAGCTGCGTGTGGCCCCTTAGAGGTGAG 168 0 

CATCAGAGCCAGAGCAGTGAGGGGGAGACTCACCCACCCTCTCCCTCTCCCTTCAGCTCT 17 4 0 

GGGAGGCAGGCGCAGTGCCCCCCTCCCATGGGCTGGCCCAGGACCGCGGGTGAAACCTGG 18 00 

GTCTGTTTAGTTTCTTTGGTTTTTGTATGTTTGTTTGTTTTTGACACAGTCTCGCTTTGT 18 60 

TGCCCAGGCTGGGGTGCAGTGGCACGATCGCGGCTCACTGCAACCTCCACCTCCCGGGCT 1920 

CAAGCGATTCTCTCACCTCAGCCTCCTGAGTAGGTGGGATTACAGATGCCCGCCACCACA 1980 

CCCAGTTAATTTTTGTATTTTTAGAAGAGATGGGGTTTCTCCATGTTGGCCAGGCTGGTC 204 0 

TTGAACTCCTGGTCTCAAGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAG 2100 

GTGTGAGCCACCGCACCCAATCCTATTAGGTTTCTTTGAATCCCCTCATGGCCTGCCTGG 2160 

TTTTTGCTCAGCCTGTCTTCAGCTTGAGGAGCTGGGAAGCTCTGGTGGATGCTATGAACT 2220 

CACTTGCTGAAGAGCAGCGTTCAGGTGCATCCCCAGCCAGGGCACGTGGCTCCCTCAGCC 228 0 

ATGAATTCACTTCTCTTCAGGAGGTTTGGCTTGGCATGAAAATACTTCATTCAGAGTATG 234 0 

GGCAAATGCTTCTGGAAAACCCTTCCCTGAAGAGAGAGAACGTGTGTGTGTGTGTCGGTG 2400 

ATCACACCCTCCCATCCTTCCTGCCTCCTGCCCCAAACCCCGGGTTCCTGGGTCTGGAAG 24 60 

GGCCTTCTCTCCAAGCTGGGAGCTCCTGGGCCCCCACCATTCACTTTTTGTCCTTGCTGC 2520 

TGGCAAACAGTAAAGAAACTCACTTTCCCTGTGGCACGTTATGCTTCAG7VATTAAAACAA 258 0 

TGAAGATTAAAA 25 92 

SEQ ID NO: 8: 

MetAlaAspThrllePheGlySerGlyAsnAspGlnTrpValCysProAsnAspArgGln 20 

LeuAlaLeuArgAlaLysLeuGlnThrGlyTrpSerValHisThrTyrGlnThrGluLys 4 0 

GlnArgArgLysGlnHisLeuSerProAlaGluValGluAlalleLeuGlnVallleGln 60 

ArgAlaGluArgLeuAspValLeuGluGlnGlnArglleGlyArgLeuValGluArgLeu 80 

GluThrMetArgArgAsnValMetGlyAsnGlyLeuSerGlnCysLeuLeuCysGlyGlu 100 

ValLeuGlyPheLeuGlySerSerSerValPheCysLysAspCysArgLysLysValCys 12 0 

ThrLysCysGlylleGluAlaSerProGlyGlnLysArgProLeuTrpLeuCysLysIle 14 0 

CysSerGluGlnArgGluValTrpLysArgSerGlyAlaTrpPheTyrLysGlyLeuPro 160 

LysTyrlleLeuProLeuLysThrProGlyArgAlaAspAspProHisPheArgProLeu 180 

ProThrGluProAlaGluArgGluProArgSerSerGluThrSerArglleTyrThrTrp 2 00 

AlaArgGlyArgValValGlyArgLysCys 210 

SEQ ID NO: 9: 

GGCTCCTCATCTGGAACACCTCGGGTCACCCCCGACAACGGTGGTGGGAGGGAGAGCGGC 60 

CTCCTCCTCCCTGGTGGGGCCTGTCTGGGTGAAGCCCCTCTGTTCCCGAGGATCGTCCCA 120 

ACCCCCAGCCGGGTGCTCCGAGCCATGGCCGACACCATCTTCGGCAGCGGGAATGATCAG 18 0 
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TGGGTTTGCCCCAATGACCGGCAGCTTGCCCTTCGAGCCAAGCACTGACTGCACAGCAGT 


240 




GAACAGGACCAACACAGTCCCTGGTCTTAAAGCACAGGTGGGCAGAGGCTGCAGACGGGC 


300 




T G G T C C G T GCACAC C T ACC AGAC G G AGAAGC AG AGG AG G AAGC AG C AC C T C AG C C C GG CG 


360 




GAGGTGGAGGCCATCCTGCAGGTCATCCAGAGGGCAGAGCGGCTCGACGTCCTGGAGCAG 


420 




CAGAGAATCGGGCGGCTGGTGGAGCGGCTGGAGACCATGAGGCGGAATGTGATGGGGAAC 


480 




GGCCTGTCCCAGTGTCTGCTCTGCGGGGAGGTGCTGGGCTTCCTGGGCAGCTCGTCGGTG 


540 




TTCTGCAAAGACTGCAGGAAGAAAGTCTGCACCAAATGTGGGATCGAGGCCTCCCCTGGC 


600 




C AG AAG CGGCCCCTGTGGCTGTG T AAG AT C T G C AG T GAG C AAAG AG AG G T C T G G AAG AG G 


660 




TCGGGGGCCTGGTTCTACAAAGGGCTCCCCAAGTATATCTTGCCCCTGAAGACCCCTGGC 


720 




CGAGCTGATGACCCCCACTTCCGACCTTTGCCCACGGAACCGGCAGAGCGAGAGCCCAGA 


780 




AGCTCTGAGACCAGCCGCATCTACACGTGGGCCCGAGGAAGAGTCGTAGGAAGAAAGTGC 


840 




T GAT C C AC G C T G C AG C C T G GAT GAG T C C T T G AAAAC AC C AT G C G AAG T G G AAG AAG C C G G 


900 




AGACGAAAGGCCGCGTGTTGTGTGATCTCATCTATATGAGCAGTGGTTTCCAGTGACAGT 


960 




GACAGTGACTCGGATCTTAGCTCCTCCAGCCTAGAGGACAGACTCCCATCCACTGGGGTC 


1020 




AGGGACCGGAAAGGCGACAAACCCTGGAAGGAGTCAGGTGGCAGCGTGGAGGCCCCCAGG 


1080 




ATGGGGTTCACCCAACCCGCGGGCCACCTCTTTGGGTTGCAGAGCAGCCTGGCCAGTGGT 


1140 




GAGACGGGCACAGGCTCTGCTGACCCGCCAGGGGGGGGGACAGGCTCTGCTGACCCGCCA 


1200 


~ i 


GGGGGACCCCGCCCCGGGCTGACCCGAAGGGCCCCGGTAAAAGACACACCTGGACGAGCC 


1260 




CCCGCTGCTGACGCAGCTCCAGCAGGCCCCTCCAGCTGCCTGGGCTGAGGTGTCTGGTGC 


1320 




CTGGAACAGACTTCCCTGTGGAGGATTCCTGCCAGACCCTGCCCGGCTCCTCCCTGACCG 


1380 




GTCCTTGTGCCCTCACCAGACACCCTGTTGGCCATGACTCAACAAACCAGTGTTGGGAGC 


1440 




CGTCTGCCTCCCCAGCTCAGTGCCTTTCTGCACCCCTTCTCTCCTGGGGAGCTGTCTGCA 


1500 




TCCGCCACCCCCTCCAACCACTGCCCTCAGCCCCCGACCTTATTTATTACCCTCCCCTCC 


1560 




CACACCCCCAATCTACCTGGTGATGATTTTAAGTTTGCGCGTGTCTTGGGTTGGGCTGGG 


1620 




GGGTTTCCCACATGCAGTGTCAGAGGGGCCGCCCGGTGGGGCTATCTCCGTTGCTATATT 


1680 




AATGGCAAGACTAAATGAAACCTAGGGCACGGCCTCCGAAGCTGCGTGTGGCCCCTTAGA 


1740 




GGTGAGCATCAGAGCCAGAGCAGTGAGGGGGAGACTCACCCACCCTCTCCCTCTCCCTTC 


1800 




AGCTCTGGGAGGCAGGCGCAGTGCCCCCCTCCCATGGGCTGGCCCAGGACCGCGGGTGAA 


1860 




ACCTGGGTCTGTTTAGTTTCTTTGGTTTTTGTATGTTTGTTTGTTTTTGACACAGTCTCG 


1920 




CTTTGTTGCCCAGGCTGGGGTGCAGTGGCACGATCGCGGCTCACTGCAACCTCCACCTCC 


1980 




CGGGCTCAAGCGATTCTCTCACCTCAGCCTCCTGAGTAGGTGGGATTACAGATGCCCGCC 


2040 




ACCACACCCAGTTAATTTTTGTATTTTTAGAAGAGATGGGGTTTCTCCATGTTGGCCAGG 


2100 




CTGGTCTTGAACTCCTGGTCTCAAGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGA 


2160 




TTACAGGTGTGAGCCACCGCACCCAATCCTATTAGGTTTCTTTGAATCCCCTCATGGCCT 


2220 




GCCTGGTTTTTGCTCAGCCTGTCTTCAGCTTGAGGAGCTGGGAAGCTCTGGTGGATGCTA 


2280 




TGAACTCACTTGCTGAAGAGCAGCGTTCAGGTGCATCCCCAGCCAGGGCACGTGGCTCCC 


2340 
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TCAGCCATGAATTCACTTCTCTTCAGGAGGTTTGGCTTGGCATGAAAATACTTCATTCAG 2 4 00 

AGTATGGGCAAATGCTTCTGGAAAACCCTTCCCTGAAGAGAGAGAACGTGTGTGTGTGTG 24 60 

TCGGTGATCACACCCTCCCATCCTTCCTGCCTCCTGCCCCAAACCCCGGGTTCCTGGGTC 2520 

TGGAAGGGCCTTCTCTCCAAGCTGGGAGCTCCTGGGCCCCCACCATTCACTTTTTGTCCT 258 0 

TGCTGCTGGCAAACAGTAAAGAAACTCACTTTCCCTGTGGCACGTTATGCTTCAGAATTA 2 64 0 

AAACAAT G AAG AT TAAAA 2 658 

SEQ ID NO: 10: 

MetArgArgAsnValMetGlyAsnGlyLeuSerGlnCysLeuLeuCysGlyGluValLeu 20 

GlyPheLeuGlySerSerSerValPheCysLysAspCysArgLysLysValCysThrLys 4 0 

CysGlylleGluAlaSerProGlyGlnLysArgProLeuTrpLeuCysLysIleCysSer 60 

GluGlnArgGluValTrpLysArgSerGlyAlaTrpPheTyrLysGlyLeuProLysTyr 80 

IleLeuProLeuLysThrProGlyArgAlaAspAspProHisPheArgProLeuProThr 100 

GluProAlaGluArgGluProArgSerSerGluThrSerArglleTyrThrTrpAlaArg 12 0 

Gly Arg Val ValGly ArgLy sCy s 1 2 8 
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